The nucleotide sequence of a 1587 bp region lying within the HindIII-Q fragment of Autographa californica multiple nucleocapsid nuclear polyhedrosis virus (AcMNPV) DNA has been determined. It begins in the EcoRI-S-EcoRI-X region, continues to the HindlII-P/Q boundary and contains an open reading frame that codes for a polypeptide of 240 amino acids (p26) . This open reading frame is also included in the 1100 and 1500 base transcripts previously mapped to this region. The sequence reveals that the 5' ends of the 1100 and 1500 base transcripts are located 20 bp downstream from the end of a putative TATA box (TAATTAAAT) and 19 bp upstream from the translation start codon (ATG) of the p26 open reading frame. The translation termination codon (TAA) falls in the immediate 5' flanking region of the major late p 10 gene of AcMNPV, 3 bp downstream from the putative TATA box. The probable polyadenylation site for the 1100 base transcript lies 23 bp downstream from the cap site for the 750 and 2500 base transcripts encoding the pl0 protein. The 5' flanking region of the p26 open reading frame contains the EcoRI site-rich region, hr5, whose sequence is included here. The EcoRI site-rich region, hrs, consists of six imperfect tandem repeats of a sequence that includes the EcoRI recognition site. These direct repeats also include many inverted repeats.
The genome of Autographa californica multiple nucleocapsid nuclear polyhedrosis virus (AcMNPV) consists of a double-stranded, covalently closed circular DNA about 130 kbp in length (Vlak & Smith, 1982; Cochran & Faulkner, 1983) . More than 40 viral polypeptides and 100 different viral RNAs have been mapped on the viral genome (Smith et al., 1982; Adang & Miller, 1982; Lfibbert & Doerfler, 1984a) . Recently, several overlapping sets of viral RNAs with common 5' or 3' ends have been reported (Liibbert & Doerfler, 1984b; Friesen & Miller, 1985; Rankin et al., 1986) . In particular, a set of overlapping transcripts, including the transcripts of the 10000 mol. wt. polypeptide (pl0) gene, was found in the HindlII-Q-P region of the genome (Rankin et al., 1986) .
Two transcripts isolated from polysomes (1100 and 1500 bases) share a common 5' terminus, 584 bp upstream from the unique XhoI restriction site in the HindlII-Q fragment. The 3' end of the 1100 base transcript is located 231 bp downstream from this same XhoI site (Rankin et al., 1986) .
The region immediately surrounding the pl0 gene has been sequenced (Kuzio et al., 1984) , revealing several open reading frames, including one, at least 250 bases long, immediately In addition, we extended our sequencing to include the interesting EcoRI site-rich region (hrs) (Cochran & Faulkner, 1983) .
The sequencing strategy for this study is summarized in Fig. 1 . The HindlII-Q fragment of AcMNPV (L1 strain; Lee & Miller, 1978) was subdivided into short segments by restriction endonuclease cleavage as shown in Fig. 1 . These fragments were further shortened by Bal31 digestion where required (Poncz et al., 1982) . All fragments were subcloned into M 13 vectors for sequencing and sequenced according to the instruction manual of the dideoxy sequencing kit supplied by Bethesda Research Laboratories. This method is based on work previously published (Sanger et al., 1977; Anderson et al., 1980; Messing et al., 1981) . The nucleotide sequence of 1587 bp of the AcMNPV HindIII-Q fragment is shown in Fig. 2 .
It contains an open reading flame that potentially codes for a 240 amino acid polypeptide (tentatively named p26). This open reading frame, partially sequenced previously (Kuzio et al., 1984) , is contained in both the 1500 and 1100 base transcripts previously described (see Fig. 1 and Rankin et al., 1986) and reaches into the immediate 5' flanking region of the pl0 gene ( position + 1. The termination codon (TAA) is located at + 721, just 3 bp downstream from the putative TATA box of the pl0 gene (Kuzio et al., 1984) . Based on previous S1 mapping studies (Rankin et al., 1986) , the cap site for the 1500 and 1100 base transcripts lies approximately at position -19, 584 bases upstream from the unique XhoI site. A putative polyadenylation site for the 1100 base transcript is located 231 bases downstream from the XhoI site (Rankin et al., 1986) at position + 796. This is just at the start of the initiating ATG codon of the p 10 gene (Kuzio et al., 1984) . At position -48 in the 5' flanking region of the p26 open reading frame lies a putative TATA box, whose sequence, TAATTAAAT, is very similar to that of the putative polyhedrin gene TATA box (TAATTAAAAT) (Hooft van Iddekinge et al., 1983) . A CAAT motif (CACAATCA) is found at position -164, but this is quite a bit farther upstream from the cap site (145 bp) than CAAT boxes are usually found. The putative polyadenylation signal (ATTAAA) is found at position +755, 35 bp upstream from the polyadenylation site. The deviation of this signal from the canonical AATAAA may help explain why the 1100 base transcript is less prominent than the 1500 base transcript, whose probable polyadenylation signal is AATAAA (Rankin et al., 1986; Kuzio et al., 1984) . These transcripts share a common 5' end, but have different polyadenylation sites. If they are formed from a common RNA precursor by clipping and polyadenylation at two different sites, their relative abundance might reflect the relative strength of the two polyadenylation signals.
A highly conserved block of 12 bases near the transcription start site in the two very late genes, polyhedrin and pl0, in several different NPVs, and in the granulin genes of two granulosis viruses has been described (Vlak & Rohrmann, 1985; Rohrmann, 1986) . The partially sequenced 39000 mol. wt. protein gene (Guarino & Summers, 1986 ) also exhibits this conserved sequence around the transcription start site used late in infection, but not the start site used earlier. Furthermore, the two divergent transcripts directed by the solo long terminal repeat in an FP mutant (Friesen et al., 1986) begin in the middle of an imperfect palindrome whose two halves closely match the conserved sequence. Taking all these sequences together, we can discern the following consensus sequence: AAAATAAGNATTTT A The region around the transcription T AAT' start site for the 1100 and 1500 base transcripts we have mapped had only weak (approx. 50~) homology to this concensus sequence. This may relate to the fact that these transcripts appear earlier than the others we have cited, or that they are not made as abundantly, or perhaps both.
The promoter region for the 1500 and 1100 base transcripts probably lies just downstream from the EcoRI site-rich region, hr5 (Cochran & Faulkner, 1983) . The sequence of hr 5 reveals six direct repeats of the consensus sequence CA~ANgGCTcAT...AACTcGCTTTACGaGTAGAATTCTACGTGTAAA~CAqATC... GATGANGTCATTTGTTTTtcAA...TGAtgT-CATGTTTTG, where the capital letters represent bases found in at least four of the repeats. The underlined bases are invariant and centre around the EcoRI site (GAATTC). These repeated sequences flanking the EcoRI sites are compared in Fig. 3 . The sixth repeat extends almost to the cap site of the 1100 and 1500 base transcripts and therefore may include the promoter for this transcription unit. It is interesting in this regard that the similarity between this repeat and the others breaks down shortly after the EcoRI site, or about 37 bp upstream of the cap site. This divergence may have been necessary for this region to serve as a promoter.
The hr5 region also contains several long inverted repeats. For example, the region around each EcoRI site (e.g. TTACGAGTAGAATTCTACGTGTAA)
is a nearly perfect inverted repeat, 24 bp long, and lies in the most highly conserved region of the direct repeat. This suggests that these palindromes are important, but we do not yet know what role they play.
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